The alignment was shaded using BOXSHADE v 3.21, with a threshold of 0.5 for the fraction of sequences that must agree for shading. The red boxes indicate the conserved residues that are likely involved in carboxylate binding, equivalent to Tyr90, His103 and Lys156 in PscD-SD. Data are means and standard errors from three independent experiments. Compounds are listed as the acid form, though many will be present in the deprotonated (conjugate base) form under the assay conditions (pH ~7.0).
-indicates the protein was already unfolded at the initial starting temperature and therefore a Tm could not be calculated. 
